Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.002 Å; R factor = 0.034; wR factor = 0.086; data-to-parameter ratio = 17.5. (17) ] and adjacent benzene ring [C-C-C-C torsion angle = À104.06 (14) ] are twisted out of this plane; the acetyl and benzene substituents are non-parallel [dihedral angle = 66.16 (7) ]. The crystal packing is consolidated by C-HÁ Á ÁO and C-HÁ Á ÁCl contacts. 
Related literature
For background to the pharmaceutical potential of quinoline derivatives, see : Musiol et al. (2006) . For related structures, see: Kaiser et al. (2009) ; Viji et al. (2010) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). 
Data collection: APEX2 (Bruker, 2008); cell refinement: SAINT (Bruker, 2008); data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 (Farrugia, 1997) and DIAMOND (Brandenburg, 2006) ; software used to prepare material for publication: publCIF (Westrip, 2010) .
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tural chemistry of such derivatives (Kaiser et al., 2009; Viji et al., 2010) . Herein, the crystal and molecular structure of the title salt is described.
The asymmetric unit comprises a 3-acetyl-2-methyl-4-phenylquinolin-1-ium cation and a chloride anion, being connected by a N-H···Cl hydrogen bond, Fig. 1 and Table 
Refinement
Carbon-bound H-atoms were placed in calculated positions (C-H 0.95 to 0.98 Å) and were included in the refinement in the riding model approximation, with U iso (H) set to 1.2 to 1.5U equiv (C). The pyridinium-H atom was refined with the distance restraint N-H = 0.88±0.1 Å, and with U iso (H) = 1.2U equiv (N).
supplementary materials sup-2 Figures   Fig. 1 . The molecular structure of (I) showing displacement ellipsoids at the 50° probability level. bsorption correction: multi-scan (SADABS; Sheldrick, 1996) h = −12→12 
